Number of Clones Fraction of Total Genera (%) Figure S1 . Fraction of different bacterial genera identified from different numbers of cloned partial 16S rRNA sequences. The indicated number of cloned sequences were sampled at random from 150 sequences from each of five individuals. Bacterial genera were identified by comparison to the RDPII database, as described in the Materials and Methods. Each different color line represents the results from one individual; the total number of genera observed from all 150 sequences for each individual is set equal to 100%. Since for all five individuals 120 sequences suffice to capture 94-100% of the bacterial genera observed in 150 sequences, an average of 120 sequences per individual were obtained for the 120 individuals in this study. Figure S2 . Phylogenetic (UPGMA) tree of the "unknown" sequences, based on pairwise estimates of dissimilarity (i.e., the fraction of different sites). These sequences fall into 64 different clusters at a similarity level of 90% (corresponding to a branch length of 0.1), and hence define 64 putative new genera. 8  9  10  20  30  40  50  60  70  80  90  100  200  300  400  500  600  700  800  900  1000  2000  3000  4000 Number of times a genus was observed Count Figure S3 . Frequency distribution of the number of times a genus was observed. Note that the scale along the X-axis runs from 1-10, then from 10-100, 100-1000, and finally 1000-4000. For example, the value for 200 indicates that 5 genera were each observed between 200-300 times in the collection of 13,862 sequences for which a genus could be assigned. Table S1 . Frequency (count) of each genus in each of the 10 saliva samples (Arg_a through Arg_j) from Buenos Aires, Argentina. TOTAL   115  113  122  119  124  124  112  117  124  118  1188 Table S2 . Frequency (count) of each genus in each of the 10 saliva samples (Bol_a through Bol_j) from La Paz, Bolivia. TOTAL   137  115  127  124  121  118  119  117  115  128  1221 Table S3 . Frequency (count) of each genus in each of the 10 saliva samples (Cal_a through Cal_j) from Oakland, California. Table S5 . Frequency (count) of each genus in each of the 10 saliva samples (Ger_a through Ger_j) from Dessau/Leipzig, Germany. Table S6 . Frequency (count) of each genus in each of the 10 saliva samples (Pol_a through Pol_j) from Warsaw, Poland. Table S7 . Frequency (count) of each genus in each of the 10 saliva samples (Geo_a through Geo_j) from Batumi, Georgia. Table S8 . Frequency (count) of each genus in each of the 10 saliva samples (Tur_a through Tur_j) from Ankara, Turkey. TOTAL   120  138  108  122  125  154  122  107  117  134  1247 Table S11 . Frequency (count) of each genus in each of the 10 saliva samples (Chi_a through Chi_j) from Shanghai, China. Table S12 . Frequency (count) of each genus in each of the 10 saliva samples (Phi_a through Phi_j) from Surigao, Philippines. 
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